. Predicted functions of the metagenome. Functional annotation of the predicted metagenome based on the 16S rRNA data was performed by Phylogenetic Investigation of Communities by Reconstruction of Unobserved States (PICRUSt) and Statistical Analysis of Metagenomic Profiles (STAMP) to identify pathways significantly enriched in the BD group (yellow) or enriched in the 20% LD group (pink). Differences between groups were determined using Welsh's t-test and the Benjamini-Hochberg procedure (FDR corrected p-value (q-value) was set at p < 0.02). BD, basal diet; LD, lentil diet.
